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A={S(Ac, Ar) | 1<i<4},
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Al El T,
B={S(Bc,Br)|1<j<n},
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for each B; € B do begin

p = Bcj;

R= (px + Py

fori=1to 4 do begin

if C(p, R) m S(Ac;, Ar; + Br;) = then begin

Decide that A and B will have collisions when B
rotates;
exit;

)1/2.

end;
end;

Decide that A and B will not collide each other even if B
rotates;
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